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ABSTRACT 
Next Generation Sequencing (NGS) is increasingly used to study and diagnose human 
disorders. The simultaneous sequencing of a large number of genes leading to the detection 
of a large number of variants, the bottleneck has moved from sequencing to variant 
interpretation and classification. Although databases of variant frequencies provided by, 
among others, the Exome Sequencing Project (ESP) or the 1000 genomes project, help 
distinguishing causative mutations from common variants, they may lack population specific 
variant frequencies. Most laboratories set up a database of variant frequencies of all locally 
sequenced and/or analysed samples (ideally healthy parents) in order to ease variant 
interpretation. Since only the frequencies of the variants (and sometimes the genotype 
counts) in the screened populations are reported, a variant frequency database does not 
contain any sensitive information and can thus be shared. Within the BeMGI project, we aim 
at gathering and sharing the variant frequencies of healthy parents between all genetic 
centers. As a pilot project, we compiled the variant frequencies of 99 healthy parents exome 
sequenced at the Center of Human Genetics of Leuven and demonstrated the effect of this 
data set on variant filtering of both exomes and capture arrays. We expect to gain power in a 
near future by increasing the number of samples included. 
